NK-2 class homeobox genes are candidate patterning and lineage regulators in diverse organisms. We report here the embryonic expression pattern of murine member, Nkx2-6. In keeping with its vertebrate relatives, Nkx2-6 was transcribed in ventrolateral embryonic structures. Expression was first detected at E8.0 in endodermal walls of the foregut pocket, tissue destined to become pharyngeal floor. From E8.0-10.5, transcripts were concentrated in pharyngeal pouches and juxtaposed arch ectoderm and mesoderm, as well as in more caudal gut segments. Expression was also seen at opposite poles of the developing heart: from E8-8.5 in posterior myocardial progenitors, then sinus venosa and dorsal pericardium, and from E9.5 in outflow tract myocardium.
Homeobox genes of the NK-2 class were first isolated from Drosophila, with loss or gain-of-function experiments suggesting roles in germ layer patterning and lineage specification (Harvey, 1996) . Six mammalian genes most closely related to one Drosophila isolate, NK2/vnd, have now been identified (Nkx2-1 to 2-6), with additional genes described in fish and chick (Harvey, 1996; Lee and Breitbart, 1996; Boettger et al., 1997; Brand et al., 1997; Reecy et al., 1997) . These genes are expressed in ventrolateral embryonic structures, prominently in ventral foregut endoderm as well as variously in cardiac and visceral mesoderm, or ventral brain. Inactivation of Nkx2-5 causes defective heart and pharyngeal patterning (Lyons et al., 1995; Biben and Harvey, 1997) , while disruption of Nkx2-1 results in loss of thyroid and lung, and forebrain dysmorphogenesis (Kimura et al., 1996) . cDNA and genomic clones encoding BALB/C Nkx2-6 (Harvey, 1996) were characterised. The Nkx2-6 coding region is spread across two exons, with the intervening sequence located N-terminal to the homeodomain. The Nkx2-6 protein (GenBank AF045150) carries an NK-2 class homeodomain, as well as conserved TN and NK2-specific domains (Harvey, 1996) .
Nkx2-6 transcripts were first detected at E8.0 in the endoderm of the lateral walls and lip of the forming foregut pocket , tissue destined to become the pharyngeal and foregut floor. Positive endoderm was directly juxtaposed to cardiogenic mesoderm. Within the forming pharynx at E8.5, Nkx2-6 transcripts were predominant in its lateral aspects where pouches will form, having decreased in abundance at the midline (Fig. 1B) . From E8.5-E11.5, ventrolateral endoderm of all forming pouches showed expression, as did juxtaposed arch ectoderm and mesenchyme (Figs. 1C-E and 2F,G) . Transcript levels decreased as pouches matured (Fig. 1C,E) . Two other regions of gut endoderm expressed the gene: ventral hindgut endoderm from E9.5 (Fig. 2I ) and a short segment at the foregut/midgut junction spanning ductal connections to the liver and pancreas (Figs. 1G and 2H) . Here, transcripts occurred in proximal aspects of the common bile and dorsal pancreatic ducts. Arrows show common bile and pancreatic ducts. In situ hybridization was as described (Biben and Harvey, 1997) . a, atrium; dpb, dorsal pancreatic bud; fp, foregut pocket; ht, heart; lv, left ventricle; oft, outflow tract; pp, pharyngeal pouch; rv, right ventricle; st, stomach; vpb, ventral pancreatic bud. . be, branchial ectoderm; bm, branchial mesenchyme; cm, cardiac mesoderm; dp, dorsal pericardium; fe, foregut endoderm; fg, foregut; fp, foregut pocket; ge, gut endoderm; ht, heart; hg, hindgut; li, liver; nf, neural fold; pp, pharyngeal pouch; ppe, pharyngeal pouch endoderm; sm, somatic mesoderm; st, septum transversum; sv, sinus venosus.
Nkx2-6 was transcribed at opposite poles of the developing heart. Expression was detected at E8.0 in caudal heart progenitors, concentrated at the splanchnopleural (cardiac) and somatopleural (pericardial) junction (Fig. 2C,D) , then at E8.5 in sinus venosa (Fig. 2E ) and dorsal pericardium (Fig.  2E,F) . From E9.5, transcripts appeared in myocardium of the outflow tract (Fig. 1F) .
In summary, Nkx2-6 was expressed in developing gut endoderm, as well as in cardiac progenitors and heart. Nkx2-6 shows strongest kinship with the 'cardiac' group of Nkx2 genes (Nkx2-3, 2-5, 2-7 and 2-8), all of which are expressed in developing hearts of at least one vertebrate species. Most or all members of the related sister-group (Nkx2-1, 2-2 and 2-4; Harvey, 1996) , are also expressed in pharynx (Kimura et al., 1996 and unpublished data) , and uniquely in ventral brain (Duboule, 1994; Kimura et al., 1996) .
